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Figure: Phylogenetic tree produced from three isolate draft consensus sequences and 48 archived MPXV complete sequences from GenBank, rooted with 

the cowpox virus reference sequence NC_003363, using MrBayes 3.2.61,2 with 1 000 000 generations and sampling every 200. Posterior probabilities are 

indicated at each node. Central and west African clades are indicated. The outbreak consensus sequences align most closely to sequences of Nigerian origin. 
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